D0075NP 



Figure 1A 

1 CCCACGCGTCCGGGGAGCTTGCACTAACATCTACAATGGCTTCTAAAAAGCACAGATGAC 6 0 

6 1 CTGCTACACTTCCTGACTTGCTTGCTATTGGTTGGCACTGTTCATAAATATAATTTGCTC 120 

121 TTTCACTTTTCTTTGAAATGAGCAACCTGAATTACTCGGAGGAGAAAGGCAGGAGAGATA 180 

181 GAGGCAGCAGAAGCCAGGGCAGCTGAAAGACAGAGACCTTCAGTCTGAACCAACAACAAG 240 

241 C^^GTTAAATTATGGATATCC^GGGAGTCTATAGAAGGTCCATGC^GACATTTTGAC 300 

TACTTGTCTGAACTAGATATCCCTTGAATGTGCACACAAAAAGTGAATGGGTCATTTGAT 3 60 

AAGGGAAAACTAGGTTCCAAGATGGCTGAATAGGAAGAGCTCCAGTCTGCAGATCCCAGT 420 

GTGAGCAACGTGGAAGATGGGTGATTTCTGCATTTCCAACTGAGCATGGAGAGAAAAATT 480 

TATGTCCTTGCAACCATCCATCTCCGTATCAGAAATGGAACCAAATGGCACCTTCAGCAA 540 

MEPN GTFSN 9 

TAACAACAGCAGGAACTGCACAATTGAAAACTTCAAGAGAGAATTTTTCCCAATTGTATA 600 

NNSRNCTI ENFKRE F F P I V Y 29 

601 TCTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATATATGTTTTCCTGCA 660 

30 LI I FFWGVLGNGLS IYV FL Q 49 

661 GCCTTATAAGAAGTCCACATCTGTGAACGTTTTCATGCTAAATCTGGCCATTTCAGATCT 720 

50 PYKKSTSVN VFMLNLAI SDL 69 

721 CCTGTTCATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGAGGCTCCAATTGGAT 780 

70 LFI STLPFRADYYL R G S N W I 89 

781 ATTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTCAACATGTACAGCAG 840 

90 FGDLACRI MSYSLY V N M Y S S 109 

841 TATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGCAATGGTTCACCCCTTTCG 900 

110 IYFLTVLSVVRFLAMV H P F R 129 
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Figure IB 



901 GCTTCTGCATGTCACCAGCATCAGGAGTGCCTGGATCCTCTGTGGGATCATATGGATCCT 960 
130 LL HVTSIRS AWILCGIIWIL 149 



961 TATCATGGCTTCCTCAATAATGCTCCTGGACAGTGGCTCTGAGCAGAACGGCAGTGTCAC 1020 
150 IMA SSI MLL DSGSEQNGSVT 169 



1021 ATCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACCATGAACTATATTGC 1080 
170 SCLELNLYKIAKL QTMNY I A 189 
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1441 ACAGAAGGCAAAGACAAAGTGTGTTTTCCCTGTTAGTGTGTGGTTGAGAAAGGAAACAAG 1500 
310 QKAKTKCVFPVSVWL RKETR 329 



1501 AGTATAAGGAGCTCTTAGATGAGACCTGTTCTTGTATCCTTGTGTCCATCTTCATTCACT 1560 
330 V * 331 



1561 CATAGTCTCCAAATGACTTTGTATTTACATCACTCCCAACAAATGTTGATTCTTAATATT 1620 



1621 TAGTTGACCATTACTTTTGTTAATAAGACCTACTTCAAAAATTTTATTCAGTGTAAAAAA 1680 



1681 AAAAAAAAAAAAAAAAAAAAAAAAAAAA 1708 
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Figur 2A 
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Figure 2B 
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Figure 3 
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Figure 4. 



Expression Profiling of Novel Human GPCR, HGPRBMY11 
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Figure 5. 
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Figure 6A 



1 ATGGAGAGAAAATTTATGTCCTTGCAACCATCCATCTCCGTATCAGAAATGGAACCAAAT 6 0 
1MERKFMSLQPS ISVSEMEPN 20 



6 1 GGCACCTTCAGCAATAACAACAGCAGGAACTGCACAATTGAAAACTTCAAGAGAGAATTT 120 
21GTFSNNNSRNCTIENFKREF 40 



121 TTCCCAATTGTATATCTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATA 180 
41 FPIVYLI I F FWGVLGNGLS I 60 



181 TATGTTTTCCTGCAGCCTTATAAGAAGTCCACATCTGTGAACGTTTTCATGCTAAATCTG 240 
61 Y V F L QPYKKSTSVN V F M L N L 80 



241 GCCATTTCAGATCTCCTGTTCATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGA 3 00 
81 AISDLLFI STLtPFRADYYL R 100 



3 01 GGCTCCAATTGGATATTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTC 360 
101 GSNW I FGD LAC R I MS Y S LYV 120 



Lfl 361 AACATGTACAGCAGTATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGCAATG 420 
121 NMYSS IYFLTVLSVVRFLAM 140 



Cf! 



421 GTTCACCCCTTTCGGCTTCTGCATGTCACCAGCATCAGGAGTGCCTGGATCCTCTGTGGG 4 80 
141 VHPFRLLHVTS IRS A W I L C G 160 



4 81 ATCATATGGATCCTTATCATGGCTTCCTCAATAATGCTCCTGGACAGTGGCTCTGAGCAG 540 
161 IIWILIMASSIMLL D S G S E Q 180 



541 AACGGCAGTGTCACATCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACC 600 
181 NGSVT SCLELNLYK I A K L O T 200 



601 ATGAACTATATTGCCTTGGTGGTGGGCTGCCTGCTGCCATTTTTCACACTCAGCATCTGT 660 
201 MNYIALVVGCLLPFFTLSIC 220 



661 TATCTGCTGATCATTCGGGTTCTGTTAAAAGTGGAGGTCCCAGAATCGGGGCTGCGGGTT 720 
221 Y L LIIRVLLKVEVPESGLRV 240 



721 TCTCACAGGAAGGCACTGACCACCATCATCATCACCTTGATCATCTTCTTCTTGTGTTTC 780 
241 S H R K ALTTI I ITLI I FFLCF 260 



781 CTGCCCTATCACACACTGAGGACCGTCCACTTGACGACATGGAAAGTGGGTTTATGCAAA 840 
261 L P Y H T L RT VHLTTWKVGLCK 280 



841 GACAGACTGC^TAAAGCTTTGGTTATCT^CACTGGCCTTGGCAGCAGCCAATGCCTGCTTC 900 
281 D R L H K ALV I TLALAA.ANACF 300 
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Figure 6B 

901 AATCCTCTGCTCTATTACTT^ 

NPLLYYFA GENFKDRLKSAL 320 



fGTGTGGTTG 1020 



961 AGAAAAGGCCATCCACAGAAGGCAAAGACAAAGTGTGTTTTCCCTGTTAGTC 

RKGH PQ.KAKTKCVP P VS VW L 340' 

1021 AGAAAGGAAACAAGAGTATAA 1041 
341 R K E T R V 346 
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Figure 7 
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Figure 8 



CHO NFA77CRE BW1 1 .005 
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Figure 9 
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Figure 10 
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Figure 11 
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Figure 12 
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Figure 13 



Cho NFAT Gal 5 Control (Fluorescent vs. Bright Field) 
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Figure 14 



a. Cho-NFAT CRE b. Cho-NFAT CRE + F/T/P 
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c. Cho-NFAT CRE oGPCR-lntermediate 
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d. Cho-NFAT CRE oGPCR High 
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Figure 15A 



1 ATGTCCTTGCAACCATCCATCTCCGTATCAGAAATGGAACCAAATGGCACCTTCAGCAAT 6 0 
1MSLQPS ISVSEMEPNGTFSN 20 



6 1 AACAACAGCAGGAACTGCACAATTGAAAACTTCAAGAGAGAATTTTTCCCAATTGTATAT 120 
21NNSRNCTI ENFKREFFPIVY 40 



121 CTGATAATATTTTTCTGGGGAGTCTTGGGAAATGGGTTGTCCATATATGTTTTCCTGCAG 180 
41 LI I FF WGVLGNGLS I Y V F L Q 60 



181 CCTTATAAGAAGTCCACATCTGTGAACGTTTTCATGCTAAATCTGGCCATTTCAGATCTC 240 
61 PYKKSTSVNVFMLNLAI SDL 80 



241 CTGTTCATAAGCACGCTTCCCTTCAGGGCTGACTATTATCTTAGAGGCTCCAATTGGATA 300 
81LFISTLPFRADYYLRGSNWI 100 



„ m 



; j j 301 TTTGGAGACCTGGCCTGCAGGATTATGTCTTATTCCTTGTATGTCAACATGTACAGCAGT 360 

J*[ 101 FGDLACRIMSYSLYVNMYSS 120 

hi 

; j£ 361 ATTTATTTCCTGACCGTGCTGAGTGTTGTGCGTTTCCTGGCAATGGTTCACCCCTTTCGG 420 

Wl 121 IYFLTVLSVVRFLAMVHPFR 140 

Si 

H ...... 

jU 421 CTTCTGCATGTCACCAGCATCAGGAGTGCCTGGATCCTCTGTGGGATCATATGGATCCTT 4 80 

| s b 141 LLHVTSIRSAWILCGIIWIL 160 

m 

n ...... 

T: 481 ATCATGGCTTCCTCAATAATGCTCCTGGACAGTGGCTCTGAGCAGAACGGCAGTGTCACA 54 0 

p? 161 IMASS IMLLDSGSEQNGSVT 180 

• *>••• 

541 TCATGCTTAGAGCTGAATCTCTATAAAATTGCTAAGCTGCAGACCATGAACTATATTGCC 600 

181 SCLELNLYKIAKLQTMNYIA 200 

601 TTGGTGGTGGGCTGCCTGCTGCCATTTTTCACACTCAGCATCTGTTATCTGCTGATCATT 660 

201 LVVGCLLPFFTLS ICYLLI I 220 

661 CGGGTTCTGTTAAAAGTGGAGGTCCCAGAATCGGGGCTGCGGGTTTCTCACAGGAAGGCA 720 

221 RVLLKVEVPESGLRVSHRKA 240 



721 CTGACCACCATCT^TCATCACCTTGATCATCTTCTTCTTGTGTTTCCTGCCCTATCACACA 780 
241 LTTI I IT LI I FFLCFLPYHT 260 



781 CTGAGGACCGTCCACTTGACGACATGGAAAGTGGGTTTATGCAAAGACAGACTGCATAAA 840 
261 LRTVHLT TWKVGLCKDRLHK 280 



841 
281 



GCTTTGGTTATCACACTGGCCTTGGCAGCAGCCAATGCCTGCTTCAATCCTCTGCTCTAT 900 
ALVITLALAAANACFNPLLY 300 
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Figure 15B 
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